Abstract
diversity of 1 year old infants born by spontaneous vaginal delivery or caesarean section [14] .
59
The lack of database representation for members of the gut virome is epitomized by the 60 discovery of the sequence of CrAssphage by Dutilh et al. (2014) and also showed that it is the 61 most abundant virus in the human gut [15] . This work was expanded on by Yutin et al. (2017) 62 who showed that crAssphage is just one member of an expansive bacteriophage family [16] .
63
It is becoming increasingly recognized that viral taxonomy will need to incorporate viruses [17]. However, this framework has yet to be fully implemented and detailed methodologies are 70 currently not available.
71
The ELDERMET project has examined the microbial composition of elderly citizens (>65 72 years old) in Ireland. This has focused on an examination of the bacterial component and has 73 found that the microbiome of the elderly is capable of predicting residence location (community 74 vs long term care facilities) and identified that this trend was heavily related to diet [18] . To 
Viral host prediction

137
Several approaches were undertaken to try and identify host bacteria for viral sequences.
138
Firstly, all viral genomes were queried against a database of CRISPR spacers [36] . Secondly, were predicted using Prodigal v2.6.3 with the 'meta' option enabled for small contig sequences. 
182
A phylogenetic tree of the predicted Caudovirales phages was performed in a similar 183 manner to the described Microviridae phylogeny, except the terminase protein was employed as 224 maximum E-value 1E-10 and alignment length of 500 bases) and in many cases these alignments 225 were only a small fraction of the assembled sequence (Supplementary table 4) . Over half of these 226 sequences were identified as circular by VirSorter, thus making it likely that the contig set 227 described above is primarily composed of complete viral genomes which are not currently 228 present in reference databases.
229
Analysis of bacterial composition in the ELDERMET cohort previously found differences 230 in both alpha and beta diversity between those elderly living in long term care and in the 231 community [18] . However, when we repeated this analyses using the above contig set as a 232 reference we detected no difference by alpha or beta diversity in tested metrics ( Figure 1A Table 3 ). There were also tRNA genes identified in a further 9 viruses providing Figure 2) . However, the majority of Gokushovirinae 252 subfamily genome sequences share <70% average nucleotide identity, demonstrating there is 253 extensive uncharacterized diversity of Microviridae viruses associated with human faeces and 254 there is also a need to revise the taxonomy of Gokushovirinae using a sequence-based approach.
255
The family level taxonomic prediction of Caudovirales phages was performed using shown). However, this is not to say that differences do not exist. It must be noted that samples 316 were chosen for this study with prior 16S rRNA compositional knowledge and were not 317 randomized. In addition, amplification of DNA prior to sequencing may have masked some of 318 the diversity differences between the elderly-virome cohorts. Such biases should be removed 319 from subsequent efforts to characterize the virome of aging individuals.
320
One of the challenges of viral metagenomic studies is identifying the host organism. Finally, to predict potential hosts, the probability of a phage-host pair was calculated using 339 the program WIsH, which is suggested to be at its most accurate when applied to small phage 
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